Note, dashes indicate missing nucleotides; ★ = TAATA; □ = GAATA; ☆ = TTAATGGATTATTATAAAA; ▲ = AATTATAGCGAATCGAATTAGAATA; ◆ = GAATA; ◎ = AATTATAGCGAATCGAATTATAATA;
• = AATTCTAGCGAATCGAATTAGAATA. Note, All estimates include the per gene mutation rate, which is equal to the geometric mean of the mutation rate of all the loci; θ1 = effective population size of the first species; θ2 = effective population size of the second species, θA = effective population size of the ancestral population; m1 = population migration rate from the first to the second species; m2 = population migration rate from the second to the first species; T = time since species divergence; the population migration rate: 2Nm = θ × m/2; G=50; N=θ/4μG; T=t/μ.
Supplementary

Supplementary Table S10. Marginal posterior probability densities for the demographic parameters of all five demographic scenarios. Demographic scenarios 1 to 5 are represented in Fig. 8 . The probability that simulated S is smaller than observed S [Prob. (Ssimul. < Sobs.)] is given for each summary statistic and was calculated from 10,000 virtual datasets simulated from the posterior distributions of parameters obtained under a given scenario. Significance levels are indicated by asterisks (* and ** for Q < 0.05 and Q < 0.01, respectively). Abbreviations for the summary statistics are as follows: number of haplotypes (NHA), number of segregating sites (NSS), mean of pairwise differences (MPD), variance of pairwise differences (VPD), Tajima's D (DTA), private segregating sites (PSS), mean of numbers of the rarest nucleotide at segregating sites (MNS) and variance of number of the rarest nucleotide at segregating sites (VNS). The probability (Ssimul. < Sobs.) given for each summary statistic was calculated from 10,000 virtual datasets simulated from the posterior distributions of parameters obtained under a given scenario. Significance levels are indicated by asterisks (* and ** for Q < 0.05 and Q < 0.01, respectively).
